[Simulation of the distribution of spinocerebellar ataxia type I in Yakut populations: description of the model].
A simulation model has been developed for predicting the distribution of trinucleotide repeat expansion diseases in human populations. The interface of the software used to run this model presents the options for simulating natural reproduction of a population, with the population demographic parameters taken into account, and for simulating the appearance of a dynamic mutation in populations, transmission of the mutant gene from parents to offspring, and the effect of the phenotypic expression of the disease (the patients' life expectancy and birthrate) on the transmission of the mutant allele in the patients' families and its accumulation in the population.